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Transposable elements (TEs) occupy significant fractions of the genomes of metazoans, including 
44.8% in humans and about 1.4 ~ 8.8% in ants. They are selfish elements that can increase their copy 
number via inserting into new locations in the host genome. TEs can cross species boundary through 
horizontal transfer of TEs (HTT). HTT is well documented in prokaryotes and is increasingly 
recognized among eukaryotes. In ants, however, there have been only a few studies examining TEs 
and the frequency of HTT in social organisms remains unclear. The mechanisms or vectors bridging 
species boundary are also unknown in social insects. To identify putative HTT events, we are 
investigating TEs in the red imported fire ant (Solenopsis invicta) genome. We found a DNA TE 
sequence having high identity (97.4%) to a mariner family transposon also found in some Drosophila 
species, possibly suggesting independent HTT events into fruit flies and ants. We used a PCR assay to 
survey the phylogenetic range of this transposon and found it in many different ant species including 
Tapinoma melanocephalum, Camponotus albosparsus, Camponotus formosensis, Pristomyrmex 
pungens, Monomorium floricola, Tetramorium sp., Crematogaster sp., and Solenopsis geminata. 
However, this mariner transposon was not detected in all species we tested: 11 of 20 ant species did 
not have amplification products of this mariner TE. Our data may suggest multiple independent HTT 
events of this mariner TE into ants. We further tried to determine potential vectors of HTT. Using the 
same PCR assay, we detected the mariner TE from an ectoparasitic mite of S. invicta, raising the 
possibility that this ectoparasitic mite might be a potential vector for HTT among ants. 
  
